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Generating new mutants

Working with Dr. Gerry Neuffer, we have produced and screened EMS mutants for
the second summer in a row. The first summer we screened B73 and B73/Mo17 F2
populations. This summer we screened EMS mutagenized A619. We also screened
a small population of Mo17. The list of mutants and pictures have gone to
MaizeGDB. Below are a few pictures from this summer. B73 mutagenized material

Mapping QTL to known mutants

The Rocheford lab is mapping QTL that regulate inflores-
cence architecture.

Evolutionary studies

The Kellogg lab has carried out in situs in different grasses that span the
major diversification of the family using the MADS box gene, leafy hull ster-
ile. In sorghum, maize, millet and rice, which have florets that mature from
top to bottom (basipetally) in the spikelet, LHS1 is expressed only in the
upper floret. In contrast, LHS1 is expressed in several florets of the

Inflorescence Mutants and QTL associations
**NOTE ** There are QTLs in bins not listed in this table (to my knowledge,no identified mutant
loci in these bins)
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Below we present an example of the PCR screen for recombinants and
the alignment of the region of synteny between rice and maize for the

region around ra2 and for ts4.
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G) position of insertion

A comparison between the genetic (top), and physical (middle) maps of maize corresponding to thera2 region and the orthologous region in chromosome 1 of
rice. The area boxed in blue is non-syntenic between maize and rice. Rice asg48 is on chromosome 1 but unlinked tommp186. There are four hypothetical
protein ORFs (empty boxes) between the rice myb and LOB genes for which there are no significantlysimilarmai ze sequences. Solid lines represent BAC-
marker correspondence by PCR and/or Southerns. Broken lines represent matches obtained by BLAST in various databases. MaizeBACs are epresented by
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